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A catalog of genetic loci associated with kidney function from analyses of a million individuals.
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Study of 300,486 individuals identifies 148 independent genetic loci influencing general cognitive

function. Nature Communications, 2018, 9, 2098. 12.8 484

The genetic architecture of the human cerebral cortex. Science, 2020, 367, .

Genetic associations at 53 loci highlight cell types and biological pathways relevant for kidney

function. Nature Communications, 2016, 7, 10023. 12.8 412

Multiple loci influence erythrocyte phenotypes in the CHARGE Consortium. Nature Genetics, 2009, 41,
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Multiple Genetic Loci Influence Serum Urate Levels and Their Relationship With Gout and
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Large-scale analyses of common and rare variants identify 12 new loci associated with atrial

fibrillation. Nature Genetics, 2017, 49, 946-952.

Target genes, variants, tissues and transcriptional pathways influencing human serum urate levels.

Nature Genetics, 2019, 51, 1459-1474. 214 251
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Alzheimer's and Dementia, 2018, 14, 707-722.

Common variants in Alzheimerd€™s disease and risk stratification by polygenic risk scores. Nature

Communications, 2021, 12, 3417. 12.8 140
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Genome-wide association meta-analyses and fine-mapping elucidate pathways influencing albuminuria.
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